Bayesian model averaging for evaluation of candidate gene effects.
Statistical assessment of candidate gene effects can be viewed as a problem of variable selection and model comparison. Given a certain number of genes to be considered, many possible models may fit to the data well, each including a specific set of gene effects and possibly their interactions. The question arises as to which of these models is most plausible. Inference about candidate gene effects based on a specific model ignores uncertainty about model choice. Here, a Bayesian model averaging approach is proposed for evaluation of candidate gene effects. The method is implemented through simultaneous sampling of multiple models. By averaging over a set of competing models, the Bayesian model averaging approach incorporates model uncertainty into inferences about candidate gene effects. Features of the method are demonstrated using a simulated data set with ten candidate genes under consideration.